. A conserved hydrogen-bonding network stabilizes the HOR MA domain core. Hydrogen bonding network of Mad2 arginine 35 (R35) and glutamate 98 (E98) in open (left) and closed (right) conformations. The view is similar to that in Fig. S1 , A and B. In all HOR MA domain structures determined to date, these two residues form a buried salt-bridge interaction. In most examples, the arginine residue also forms a hydrogen bond with the linker connecting αC to β6; in the case of Mad2, this hydrogen bond is to the main-chain carbonyl of proline 143 (P143). Figure S3 . Peptide binding specificity in Mad2, Rev7, and the meiotic HOR MADs. (A) Sequences known to bind Mad2. Residues important for binding are highlighted in green. The biological function of the H. sapiens SGO2-MAD2 interaction is not well understood, but it may play a role in sister cohesion in meiosis I (Orth et al., 2011) . (B) Structure of the S. pombe Mad2-Cdc20 interaction (from PDB ID 4AEZ; Chao et al., 2012) , with MIM consensus residues shown as sticks and colored green. (C) Sequences known to bind Rev7. (D) Structure of the H. sapiens REV7-REV3 motif 1 interaction (PDB ID 3ABD; Hara et al., 2010) , with consensus-sequence residues shown as sticks and colored green. Also shown is the short α-helix following the Rev7-binding motif, which was found to contribute to binding (Hanafusa et al., 2010) . (E) Sequence alignment of HIM-3 binding closure motifs in HTP-3. Canonical residues that are buried in the interior of HIM-3 are highlighted in green. (F) Crystal structure of HTP-3 (648-663) peptide, bound by HIM-3 HOR MA domain (PDB ID 4TZJ; Kim et al., 2014) . (G) Sequence alignment of HTP-1/2 binding closure motifs in HIM-3 and HTP-3. (H) Crystal structure of C. elegans HTP-2 bound to the HIM-3 closure motif (PDB ID 4TZL; Kim et al., 2014) . 
